ABSTRACT Hahella sp. strain CCB-MM4 is a halophilic bacterium isolated from estuarine mangrove sediment. The genome sequence of Hahella sp. CCB-MM4 provides insights into exopolysaccharide biosynthesis and the lifestyle of the bacterium thriving in a saline mangrove environment.
environmental stresses (12) . Ectoine and hydroxyectoine biosynthesis is triggered in response to high or changing salinity, which enables halophiles to cope with the changes in osmotic pressure and survive under stress environments (13, 14) . Ectoine and hydroxyectoine biosynthesis genes, including those for diaminobutyrate-2-oxoglutarate transaminase, L-2,4-diaminobutyric acid acetyltransferase, ectoine hydroxylase, and L-ectoine synthase, were annotated in the CCB-MM4 genome. Annotation also revealed that the genome of CCB-MM4 harbors genes encoding enzymes that are associated with cellulose hydrolysis (cellulase, ␤-glucanase, endoglucanase, and ␤-glucosidase) and chitin and N-acetylglucosamine utilization, as well as complex carbohydrate utilization genes. The genome data of Hahella sp. CCB-MM4 contribute to a better understanding of the biological potential of Hahella and will facilitate the uncovering of the industrial usefulness of this strain. Accession number(s). This whole-genome shotgun project can be accessed at DDBJ/EMBL/GenBank under the accession no. MRYI00000000.
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